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Figure S1.Genotype Cluster Plots for All SNPs Producing a p Value < 0.00001 for the fMatch Analysis
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Previous findings for T1D risk loci are from ?and #. Left column shows results from controls; right shows results from
cases. Colors highlight the three genotype clusters, with gray being uncalled genotypes.
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Figure S2. Genotype Cluster Plots for All SNPs Cited in the Manuscript Supporting Previous Findings for

T1D Risk Loci.**
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The left column shows results from controls; the right shows results from cases. Colors highlight the three genotype
clusters, with gray being uncalled genotypes.



